In the detection of myeloproliferative, the number of cells in each type of bone marrow cells (BMC) is an important parameter for the evaluation. In this study, we propose a new counting method, which consists of three modules including localization, segmentation and classification. The localization of BMC is achieved from a color transformation enhanced BMC sample image and stepwise averaging method. In the nucleus segmentation, both stepwise averaging method and Otsu's method are applied to obtain a weighted threshold for segmenting the patch into nucleus and non-nucleus. In the cytoplasm segmentation, a color weakening transformation, an improved region growing method and the K-Means algorithm are employed. The connected cells with BMC will be separated by the marker-controlled watershed algorithm. The features will be extracted for the classification after the segmentation. In this study, the BMC are classified using the support vector machine into five classes; namely, neutrophilic split granulocyte, neutrophilic stab granulocyte, metarubricyte, mature lymphocytes and the outlier (all other cells not listed). Experimental results show that the proposed method achieves superior segmentation and classification performance with an average segmentation accuracy of 91.76% and an average recall rate of 87.49%. The comparison shows that the proposed segmentation and classification methods outperform the existing methods.
Introduction
Bone marrow cells (BMC) detection is an important approach for the discovery and diagnosis of leukemia and other bloodrelated diseases. Currently, there are many studies about for segmentation and detection of white blood cells in peripheral blood, but few studies on BMC. Due to the fat and dense distribution in the bone marrow, it is difficult for the pathological detection. Traditional BMC detection methods require that the technician carefully observe the bone marrow samples under the microscope classifies and counts the BMC manually. These manual detection methods are not only time-consuming, but also easily lead to human errors. With the development of image processing technology, some advanced detection techniques have been used for the diagnosis of microscopic images. However, an accurate detection of BMC is still a very difficult task due to some factors such as different staining methods and lighting condition, which can make a variety of microscopic images. To deal with the complexity of BMC images of Wright's stained [1, 2] , we propose a detection strategy which consists of a combination of color transformation, region growing [3] , K-Means clustering [4] , watershed algorithm [5] and machine learning [6] .
In the past decade, researchers have proposed many solutions for segmenting white blood cells in peripheral blood. In [7] , the authors proposed a novel segmentation scheme which detects well on regular cells. However, it cannot be applied to the larger connected cells. In [8] , the authors proposed a clustering method based on rough set for leukocyte segmentation. Clustering methods are also used for leukocytes segmentation [9, 10] . In [11] , Ko et al. proposed the stepwise merging rules and gradient vector flow snake method for leukocyte segmentation. According to energy optimization concept, Liu et al. proposed a white blood cell segmentation method based on GrabCut algorithm [12] . This method works well under the condition of normal staining. However, the processing speed This article is part of the Topical Collection on Image & Signal Processing is very slow. In order to solve this problem, Cao et al. proposed a fast segmentation method based on fuzzy sets [13] [14] [15] , which obtains robust segmentation performance by minimizing the fuzzy divergence [16] . In [17] , the authors adopted an unsupervised segmentation of leukocytes images using thresholding neighborhood valley-emphasis and deconvolution techniques to separate methylene blue and eosin in Giemsa stained images for processing. Similar threshold-based methods are also used in [18, 19] . In [20] , the authors proposed a novel method for leukocyte image segmentation, which is based on feed forward neural network with random weights. In [5] , the authors proposed a new algorithm to segment normal cells and leukemia cells in peripheral blood and bone marrow. The algorithm models the color and shape characteristics of white blood cells by two transformations, which are used in the markercontrolled watershed algorithm. The methods developed in [7, 21, 22] are similar to this method. In [23] , Rezatofighi and Soltanian-Zadeh proposed a method based on Gram-Schmidt Orthogonalization along with a snake algorithm to segment nucleus and cytoplasm of the cells.
For the classification of BMC, some solutions have also been proposed for classifying white blood cells in peripheral blood. The method proposed in [24] for an automatic leucocyte recognition is based on a fuzzy divergence technique. In [25] , the authors integrate Fisher linear discriminant pre-processing with feedforward neural networks for classifying cultured cells in the bright field. In [26] , Wang and Min proposed a new detection algorithm based on fuzzy cellular neural network which combines the advantages of threshold segmentation followed by mathematical morphology and fuzzy logic method. In [27] , Boostingbased method is used for automatic detection of leukocytes in blood smear images. In [28] , Nazlibilek et al. developed a white blood cell automatic counting system based on mathematical models, principal component analysis, and neural networks. In [29] , naïve Bayes classifiers are employed to sort the cells into eosinophil, lymphocyte, monocyte and neutrophil. In [30] , Ghosh et al. derive more precise regional boundaries by using the gradient-based region growing method and classify the regions using the fuzzy and non-fuzzy techniques based on the features of shape, size, color, and texture. In [31] , the authors proposed a computer-aided method for the diagnosis of myeloma cells.
Our contributions in this work are summarized as follows:
1) To the best of our knowledge, we first proposed a strategy for various types of white blood cells detection in bone marrow images. In addition, we have considered a color transformation method ( Fig. 6 ).
2)
We designed 39 features for the classification of BMC.
These features include size, color, texture, morphology, and custom morphological features as shown in Table 1 .
3)
We propose to integrate thresholding method, color transformation, region growing, K-Means clustering, watershed algorithm, and machine learning for the BMC detection (Figs. 4 and 5).
The organization of the paper is structured as follows: Section 2 outlines the theoretical concepts of BMC localization, segmentation, feature extraction, and classification. Section 3 gives our experimental results. Section 4 provides a comparison of the proposed segmentation and classification methods. The conclusion then follows.
Methods
This paper presents a new method for the detection of BMC. It consists of localization, segmentation, feature extraction and classification. We only consider five types of BMC in our detection, namely, neutrophilic split granulocyte, neutrophilic stab granulocyte, metarubricyte, mature lymphocytes and the outlier (cells not listed). The flow chart of the proposed method is shown in Fig. 1 . The detail will be explained in the following sections.
Localization of BMC
As shown in Fig. 2 , BMC samples usually contain a large number of mature red blood cells and impurities. It is a problem to be solved in the classification of BMC to accurately isolate BMC from bone marrow samples. In order to identify the location of the BMC, we adopted the localization method proposed by Cao et al. [16] , that is, the BMC localization by the color transformation, stepwise averaging method (SWAM) and two-stage locating operation. The result of the localization is shown in Fig. 2 with red colored squares.
Segmentation of BMC
BMC contains both the nucleus and the cytoplasm. To segment BMC from bone marrow samples, we first segment the nucleus and then segment BMC according to the distribution of cytoplasm.
BMC nucleus segmentation
After the localization of the BMC as outlined in Section 2.1, the nucleus of BMC will be precisely segmented by threshold weighted based on the stepwise averaging method and the Otsu's method. The specific segmentation steps are shown in Algorithm 1. Among them, the value of the weight is obtained according to the quality of the segmentation effect. For the data described in this paper, the effect is almost the same when the value is in the range of 0.4-0.6, but when the value is too low or too high, the performance will be degraded.
Experimental results of applying Algorithm 1 to a patch is shown in Fig. 3 . In this Fig. 3 , (a) shows the ROI region of BMC; (b) the corresponding color enhanced transformation; (c) the output of Algorithm 1, a BMC nucleus image that may contain impurities; (d) the output of Algorithm 1 after post-processing to obtain an impurity-free BMC nucleus image.
BMC cytoplasm segmentation
Due to the complex background in the bone marrow sample image, we have defined a color weakened transformation to highlight the color characteristics of BMC. This transformation can effectively distinguish the non-BMC region from other regions. Then, the non-BMC region is removed and the BMC cytoplasm is segmented. The steps for the segmentation are shown in Algorithms 2 and 3.
In Algorithm 2, the structure of the color weakened transformation image BSG, the BMC cell texture image TeIg, the BMC cytoplasmic white particle image CWPIg and the seed point selection of region growing will be described later in detail.
In Algorithm 3, the structure of the color weakened transformation image BSG will be described later in detail. The method of generating a transformation image, a texture image, a particle image, and a watershed initial marker is described in detail below.
a) Transformation image
It has been observed that there is a great contrast between the foreground and the background in the blue channel of BMC images, and the brightness of BMC is darker than other cells in the green channel of BMC images. In order to make full use of these color features in the algorithm, a new grayscale mapping of bone marrow microscopic images is obtained by using the color weakening transformation as shown in Eq. (1) .
In Eq. (1), I B (x, y) and I G (x, y) represent the gray values of a pixel in the coordinate (x, y) in the B channel and G channel, respectively. The values of parameters can be set according to whether the BMC nucleus and cytoplasm are consistent. If the color is inconsistent,λ = 0.5, otherwise λ = 1. The image obtained by Eq. (1) is called the Blue and Green color weakening image (BSG).
In Fig. 6 , the first row and second row, respectively, shows the same and different color of the BMC nucleus and cytoplasm, the effect of the color weakened transformation image BSG. In this Fig., In the set of non-BMC regions, the connected mature red blood cells with BMC are very difficult to remove, but they do have a commonality. It is observed that the distribution of gray values of mature red blood cells is more uniform than that of BMC in most of the bone marrow samples. In order to better remove mature red blood cells, this paper presents a method of generating bone marrow texture images according to the characteristics, and uses gray variance to characterize the texture features of cells. In other words, the gray value of a pixel point is replaced by the variance value of the eight neighborhood gray value of the current pixel. The formal description is shown in eq. (2). 
Where Var(S) represents the variance function of the set S, and w and h represent the length and width of the neighborhood, respectively. Note that in order to increase the speed of acquiring the texture image, the image BSG used in the eq. (2) is an image after the background is removed. After obtaining the texture image TeIg, if the average gray value of the connected region is zero and its area is greater than a given threshold, it is treated as part of the non-BMC region and recorded as an NWIg image. The image acquisition process is shown in Fig.7 , where (a), (b), (c) and (d) correspond to the original ROI image, the image BSG, the image TeIg, and the image NWIg, respectively. c) Particle image If the color difference of the BMC nucleus and cytoplasm is obvious, there will be white particles on the BMC cytoplasm, which is called the particle image in the BMC cytoplasm. We can estimate whether the color of the BMC nucleus and cytoplasm is consistent according to the number of particles. If the color is consistent, the number of particles contained in the cytoplasm is small; otherwise, the number of particles is high. The binary image of BSGZo is obtained by thresholding the image BSG with a threshold value of zero. If the connected region in the image BSGZo does not intersect with the image NWIg and the connected region area A D is greater than the threshold T s , it is treated as part of the cytoplasmic white particle image CWPIg. The number of particles in the image CWPIg is calculated as in eq. (3):
Here, BSGZoi represents the i-th connected region of the image BSGZo, and Num (ConIg) is a function of determining whether the image ConIg is a white particle of the BMC cytoplasm. If the white particle is present, the function returns 1; otherwise, it returns 0. Figure 8 shows the formation of image CWPIg and (a), (b), (c), and (d) correspond to the original ROI image, the image BSG, the image BSGZo, and the image CWPIg, respectively.
d) Watershed initial mark
Whether the current BMC is connected with the surrounding cells can be determined by the number of poles on the image PdgMask contour. If it is more than two, the BMC and other cells have occurred adhesion. To solve this problem, In the process of reducing adhesion, if there are multiple adhesions, that is, BMC is connected with multiple mature red blood cells or other non-central BMC, the total number of poles on the contour of BMC will exceed three. At this point, it is necessary to determine that the two poles corresponding to the cells need to be split. However, the actual pole is often not shown as a pairs, there will be some extra pole. This makes it difficult to determine the number of pole pairs that need to be split. In order not to miss pairs of poles for splitting, we use the method of quickly traversing all possible pairs of poles, which may need to be split, and then determine the necessity of the division by the increasement of the circularity of the BMC mask after splitting. This process will determine the number of pole pairs that need be split.
Before applying the watershed algorithm, we first determine the initial mask set of foreground and background objectives. The method works like this: after finding the pair of poles that needs to be split, the position distance (i.e. Euclidean distance) of the current pair of poles is used as the long axis, and takes a third of its length as a short axis. Then, draw an ellipse in each pair of poles corresponding to the region, and fill it with pixels with an intensity of zero. The center of the ellipse is the midpoint of each pole pair. Thereafter, the region that is not connected with the central nucleus, which is used as the seed point of the non-BMC, and the remainder region is used as the seed point of the BMC. Finally, the watershed algorithm with the marker control is used to obtain the mask image of BMC.
Classification of BMC
The key steps in the classification of BMC are extraction and selection of the BMC features [32] . The whole process of BMC classification is described in detail below.
Feature extraction and selection
In order to classify and count BMC, it is necessary to extract the features of various BMC for training. In this study, four types of BMC features including size, color, texture, and morphology were extracted. The meaning of these features will be illustrated below according to the characteristics of BMC.
The shape of cell body and nucleus of metarubricyte is either round or oval, and the diameter is about 7-10 μm. The nucleus is black purple and lump, and its area is less than half of cell body's area. The cytoplasm is carnation or gray red, and has no particles. Based on this observation, we extract several types of features. These include 1) area ratio of nucleus to cytoplasmic, 2) area ratio of nucleus to cell body, 3) perimeter ratio of nucleus to cytoplasmic, 4) circularity of BMC, 5) the difference of average gray value between the cytoplasm and the nucleus (referred to as Bcnag), and 6) the average gray The shape of cell body of mature lymphocyte is either round or oval, and the diameter is about 12-15 μm. Unlike metarubricyte, their nuclei are round or oval, and tend to be distributed on one side. The distribution of nuclear chromatin is uniform and the color is dark purple. The proportion of cytoplasm is relatively large. The cytoplasm is light blue and has a few purple particles. Based on this examination, we define several features. These include 1) perimeter of the nucleus, 2) perimeter of the cell body, 3) Hu moment of the nuclear contour (referred to as Hunc), 4) the average gray value (referred to as Yag), and 5) the ratio of the total number of non-zero pixels to the cytoplasmic area (referred to as Ycr) in the Y-channel image in the CMYK color space.
The shape of cell body of neutrophilic stab granulocyte is normally round, and the diameter is about 10-15 μm. However, the diameter of the nucleus becomes smaller and the depression exceeds half of the diameter of the nucleus. The shape of the nucleus is similar to either BS^shape or BUŝ hape. Its nuclear chromatin is dense block, and color is deep purple. Cytoplasmic color is pale pink, and it is filled with small and uniform purple particles. Hence, we define several features including 1) the number of the nucleus which the concave angle is greater than 180 degrees (referred as SanV), 2) the area of the nucleus (referred as SK), 3) the rectangularity of the nucleus (referred as RectR) (RectR = SK / the area of the corresponding ROI image), 4) the elongation of the nucleus (referred as KExtR) (KExtR = min (w, h) / max (w, h), w and h represent the width and height of the nucleus in its external rectangle, respectively), 5) the length of the nucleus centerline after skeleton thinning (referred as Lk), and 6) the thinning degree of the skeleton thinning algorithm (referred to as RL) (RL = LK / SK).
The shape of neutrophilic split granulocyte's cell body is generally round, and the diameter is about 10-13 μm. The nucleus is lobulated, and most of them have 2-3 leaves. The leaves are connected by filaments. However, the nucleus is sometimes overlapped, resulting in hidden of nuclear filament. These cells are not easily discriminated from neutrophilic stab granulocytes. Its chromatin is the same as neutrophilic stab granulocyte, and its cytoplasm is pale pink and is filled with neutral particles. Therefore, we define several features including 1) erosion times when two or more contours appear for the first time (referred as ErTwo), 2) erosion times when the nucleus area becomes zero (referred as ErZero), 3) the adhesion degree of the nucleus (referred as KAd) (KAd = ErTwo / ErZero), 4) the number of lobes in the nucleus (referred as NlV), and 5) the area ratio of the nucleus inner contour to the whole contour (referred as CtrV).
Other cells have their own characteristics. The eosinophils' cell body is round, and its diameter is about 10-16 μm. Its nucleus is similar to the nucleus of neutrophils, and its cytoplasm is filled with golden particles. The basophils' cell body is round, and its diameter is about 10-12 μm. Its nucleus is blurred rod or lobulated, and its cytoplasm and nucleus have little dark purple particles. The monocyte cell's shape is round or irregular, and the diameter is about 12-20 μm. The color of cytoplasm is gray-blue or gray-colored. It is translucent, just like ground-glass. There are some other tissue cells and plasma cells, etc. Overall, there are many types of cells and their morphologies are different in this category. Based on this observation, we define some features including 1) the fractal dimension information of S component of HSV color space (referred as Sfdi), 2) three optical densities of the nucleus -ND1, ND2 and ND3, and 3) three gray-level co-occurrence matrices extracted according to the R -channel image in the RGB color space (referred as RNglcr). Similarly, the three optical density characteristics CD1, CD2 and CD3 of the cytoplasm were extracted, and the three gray-level co-occurrence matrices were calculated according to the Y component of the cytoplasm (referred to as YCglcm).
In order to classify BMC accurately, 39 different features were selected according to the characters of all types of BMC, as shown in Table 1 .
Classification method
In normal circumstances, the human bone marrow usually contains a large number of granulocytes, red blood cells, lymphocytes, monocytes and a small amount of plasma cells, tissue cells and other cells. Their proportion in the bone marrow is shown in Table 2 . Note that only the proportion of more than 1% is listed in Table 2 .
In abnormal circumstances, the human bone marrow may also contain basophilic stab granulocyte, early erythrocytes, juvenile erythrocytes, late giant erythrocytes, primitive lymphocytes, shaped lymphocytes, primordial monocytes, naive monocytes, primitive plasma cells, juvenile plasma cells, tissue eosinophil, abnormal tissue cells, phagocytic cells, mast cells, hair cells, immature cells, lymphoma cells, metastatic cells and other cells.
As can be seen from Table 2 , the proportion of neutrophilic stab granulocyte and neutrophilic split granulocyte exceeds 50% in the granulocyte system, metarubricyte in the red blood cell system accounted for more than 50%. In addition to granulocyte system and erythrocyte system, the largest proportion is the lymphocytes, which naive lymphocytes can be ignored. The remaining monocytes and plasma cells account for no more than 3%, and when classified, they are treated as other cell types. However, for BMC from different periods within each class, such as the original red blood cells, early red blood cells and young red blood cells, it is difficult to find the features of the class. In other words, it has no obvious statistical significance, so it is difficult to classify them. Therefore, only five types of cells with statistical significance and large proportion were selected for classification. These five types of cells are 1) neutrophilic split granulocyte, 2) neutrophilic stab granulocyte, 3) metarubricyte, 4) mature lymphocytes, and 5) other cells (eosinophils, basophils, monocytes, etc.).
In this paper, according to the features extracted in Section 2.3.1, the support vector machine (SVM) [31, [33] [34] [35] was used for training. In the experiment, the relevant parameters of the SVM used are the SVM type is C_SVC, the type of the kernel function is RBF, and the degree in the kernel function is 10.0. In addition, the gamma in the kernel function is 0.09, the coef0 in kernel function is 1.0, the parameter C of C-SVC is 10.0, the parameter nu of nu-SVC is 0.5, the epsilon in loss function is 1.0, and the maximum number of iterations is 1000. NSTG NSBG MBE MLS OCS Fig. 9 The segmentation results of five types of BMC in different environments
Experimental results
We give the information of the experimental environment in detail in this section. The evaluation criteria, the advantages of the proposed method and experimental results are provided below.
Experimental environment
In this study, our development platform is Windows10 operating system and 64-bit quad-core 3.30GHz Intel i5 processor. The integrated development environment is Visual Studio 2010 based on OpenCV2.9.0 visualization library, and the programming language is C++. This study used two sample sets. The first sample set is from Zhongnan Hospital of Wuhan University, a total of 37,421 100-times microscopic images of bone marrow samples, which 215 had ground truth of the segmentation. The second sample set comes from Wuhan Landing Medical High-Tech Co.,Ltd., a total of 10,616 bone marrow sample images of 100 times magnification, of which 61 had ground truth of the segmentation.
The two sample sets used in this study, which contain a variety of different backgrounds, including almost all members of the BMC family, from young to mature granulocytes, lymphocytes, and monocytes. Each bone marrow sample was obtained by using DFK23G274 color camera (volume 29*29*57m 3 , pixel size 4.4*4.4um 2 ) on the Olympus microscope BX41 (numerical aperture of 1.30).
Evaluation criteria

Evaluation parameters of the segmentation
To assess the superiority and accuracy of the segmentation method, we used four different metrics for evaluation. They are the segmentation accuracy (SA), oversegmentation rate (OR), under-segmentation rate (UR), and error rate (ER) of the segmentation results. A detailed explanation of these parameters can be found in [16] .
Evaluation parameters of the classification
To assess the performance of the proposed classification method on the testing data set, four different metrics were defined to measure the outcomes of classification prediction against the ground truth. The definitions of these four calculation formulas are as follows [18, 36] .
Precision
Where TP is the number of correctly predicted positive samples, TN the number of correctly predicted negative samples, FP the number of negative samples but incorrectly predicted as the positive samples, and FN the number of positive samples but incorrectly predicted as the negative samples. Please note that TNR denotes true negative rate and FPR denotes false positive rate [37] . Note that our method in the last row refers to the proposed BMC segmentation method.
Experimental analysis
We used the segmentation method proposed in this paper to evaluate 276 reference samples drawn by two hematologists.
The evaluation results are shown in Table 3 . Our proposed method achieves an average segmentation accuracy of 91.76% and a standard deviation of 0.14%. This reflects the superiority of our proposed segmentation method versus human experts. To show the superiority of the proposed segmentation method, we selected some representative BMC segmentation results from the test set for visualization. In Fig. 9 , the contour marked in red is the result of the segmentation. Please note that NSTG denotes neutrophilic split granulocyte, NSBG denotes neutrophilic stab granulocyte, MBE denotes metarubricyte, MLS denotes mature lymphocytes, and OCS denotes other Cells. Table 4 shows the recognition performance of the proposed classification method in the test data set. As can be seen from Table 4 , our method has achieved good classification results: the average recall rate and average false positive rate obtained are 87.49% and 3.24%, respectively.
Discussion
We classify the experimental comparison in this study into two categories; one is with the existing segmentation methods, and the other is with the existing classification methods.
Comparison of segmentation methods
To further verify the robustness of the proposed segmentation method, we compare it with the recently proposed segmentation methods. According to the experimental results in Table 5 , our proposed segmentation method is superior to the existing segmentation methods. The ATPIS represents the average time required to process an image, in seconds.
To visualize the results more intuitively, we plot a scatter diagram of accuracy and speed. As shown in Fig. 10 , our segmentation method performs well in terms of speed and accuracy.
Comparison of classification methods
In this experiment, we divided the sample set into three parts: training set, validation set and testing set. The training set consists of 36,030 samples including neutrophilic split granulocyte, neutrophilic stab granulocyte, metarubricyte, mature lymphocytes and the outlier (all other cells not listed), with the corresponding samples of 2472, 9116, 8901, 5152 and 10,389 respectively. The validation set contains 4003 samples, including neutrophilic split granulocyte, neutrophilic stab granulocyte, metarubricyte, mature lymphocytes and the outlier with corresponding samples of 275, 1013, 989, 572 and 1154, respectively. The testing set contains 8004 samples, including neutrophilic split granulocyte, neutrophilic stab granulocyte, metarubricyte, mature lymphocytes and the outlier with corresponding samples of 549, 2025, 1978, 1144 and 2308, respectively.
In the classification, we compared RF-based method [30] , ANN-based method [28] , Adaboost-based method [27] , Nbayes-based method [29] , and supervised-based classification methods [38] . Table 6 shows the recall rates for the various classifiers. It can be concluded that our classification Our method in the first row refers to the proposed BMC classification method. Note that the ARR denotes average recall rate.
performance based on SVM classifier is significantly better than the other five classifiers in Table 6 . The classification accuracy of neutrophilic split granulocyte and other cells based on our proposed method is much better than that of other classifiers, with an accuracy of 87.43% and 99.22%, respectively.
Conclusion
Based on the transformed images, we are able to remove the impurities in the bone marrow microscopic image using the clustering and watershed methods; the candidate mask was selected by K-Means clustering method, and the connected cells were split by the watershed algorithm. Therefore, a fast and accurate BMC segmentation algorithm was proposed. Then, machine learning was used to classify and count the bone marrow cells (BMC). The proposed segmentation and classification methods are compared with other methods including the random forest, artificial neural networks, enhanced learning, and Bayesian classifiers. Our proposed methods are able to achieve high recognition rates of the BMC in a comparison with other methods tested in our experiments.
In the future work, we will make further improvement for the case of cell adhesion, such as the gradient image obtained by Sobel operator and Canny operator for obtaining the edges on the gradient image. If the missing contour can be found, theoretically we can find a more accurate BMC boundary. In other words, the supervised machine learning methods can be employed to segment the complex BMC to improve the robustness of the segmentation. In addition, if the mass samples are available, we will be able to use the deep machine learning method for classification and identification.
